118 record deposition and number of fully identified records. For fully identified 119 records, sequence length as well as country and/or latitude-longitude fields were 120 parsed.
121
We also assessed the number of high quality COI sequences that meet 122 the standards developed between the INSDC and the Consortium for the For our application example on freshwater biomonitoring indicator taxa, we 131 retrieved a high-level list of target taxa from Elbrecht and Leese (2017) [26] .
132 Target freshwater taxa included: Annelida classes Clitellata and Polychaeta;
133 Insecta (Arthropoda) orders Coleoptera, Diptera, Ephemeroptera, Megaloptera, 134 Odonata, Plecoptera, and Trichoptera; Malacostraca (Arthropoda) orders 135 Amphipoda and Isopoda; Mollusca classes Bivalvia and Gastropoda; and
136 Platyhelminthes class Turbellaria. For each freshwater target group we queried 137 the NCBI taxonomy database for records identified to the species rank as 138 described above. These taxon ids were concatenated and used to query the 139 NCBI nucleotide database as described above. We assessed the representation 140 of freshwater indicator taxa in the NCBI nucleotide database and level of 141 annotation as described above.
142
For our application example on IUCN endangered animal species, we 143 retrieved a list of endangered species names from http://www.iucnredlist.org from 144 all available years (1996, 2000, (2002) (2003) (2004) (2006) (2007) (2008) (2009) (2010) (2011) (2012) (2013) (2014) (2015) (2016) (2017) 
